INTRODUCTION
The authors have investigated three species of Clupeidae such as herring (Clupea pallasii), Korean anchovy (Coilia nasus) and large-eyed herring (Harengula zunashi), belonging to the order Clupeiformes. The fish is also indigenous to some parts of the southern regions of the Yellow Sea.
Fishes are the most popular marine products in Korea because of their taste and nutritional value, and Koreans consume them in large quantities. Especially, Korean anchovy and large-eyed herring are widely distributed in the entirety of brackish-water habitats and seawater areas of the Yellow Sea in the Korean Peninsula, as well as in several areas in China. However, in spite of their economic and scientific consequences, a little information currently exist regarding the taxonomical (Kim et al., 2001) , physical and nutritional (Heu et al., 2012) 
MATERIALS AND METHODS
Muscle tissues were obtained separately from individuals of three clupeid species such as herring (C. pallasii), Korean anchovy (C. nasus) and large-eyed herring (H. zunashi) from the Yellow Sea of the Korean Peninsula, respectively. Three species of fish muscle was collected in sterile tubes, placed on ice immediately, and stored under refrigeration until needed. Genomic DNA was extracted and purified under the conditions described previously (Yoon & Kim, 2004; Song & Yoon, 2013) . The DNA pellets were incubation-dried for 2 hrs, held at -40°C until analysis, and then dissolved in the TE buffer (10 mM Tris- 
RESULTS AND DISCUSSION
The genomic DNA isolated from herring (C. pallasii),
Korean anchovy (C. nasus) and large-eyed herring (H. zunashi) in the Yellow Sea, respectively, were amplified several times by PCR reaction, as shown in Fig. 1 . Simi- Table   3 . DNA fragments attained by seven decamer primers ranged in size from 50 bp to 2,200 bp in the three clupeid species, as displayed in Fig. 2 . The higher fragment sizes (>1,000 bp) are much more observed in the herring species.
Many researchers studied the sizes of DNA fragments in the PCR profiles of barramundi (Lates calcarifer) (Partis & Wells, 1996) , four species of the Mullidae family (Mamuris et al., 1999) , the eastern Pacific yellowfin tuna (Thunnus albacares) (Diaz-Jaimes & Uribe-Alcocer, 2003), five species of Korean catfish (Silurus asotus) (Yoon & Kim, 2004) , venus clam (Gomphina aequilatera) (Kim et al., 2006) and the turtle leg (Pollicipes mitella) (Song & Yoon, 2013) .
The hierarchical dendrogram indicates three main branches: cluster 1 (PALLASII 01, 02, 03, 04, 06 and 07), cluster 2 (NASUS 08, 09, 10, 11, 12, 13 and 14), and cluster 3 (ZUNASHI 15, 16, 17, 18, 19, 20, 21 and PALLASII 05) (Fig. 3) . The genetic distance among the three clupeid species ranged from 0.018 to 0.318. In three clupeid species, the shortest genetic distance displaying significant molecular difference was between individual PALLASII no. 03 and PALLASII no. 02 (0.018). In the long run, individual no.
06 of the PALLASII was most distantly related to NASUS (Park et al., 2005) . They suggested that this genetic technique could be used to discriminate between different river populations of major carp.
Consequently, PCR analysis generated on the genetic data displayed that the herring (C. pallasii) species was widely separated from Korean anchovy (C. nasus) species.
Reversely, individuals of Korean anchovy species were properly closely related to those of large-eyed herring species, as shown in the hierarchical dendrogram of genetic distances. As stated above, the potential of genetic analysis to identify diagnostic markers for the identification of three clupeid species has been demonstrated (McCormack et al., 2000) . Generally speaking, this PCR analysis method has been applied to identify specific markers particular to line, species and geographical population, as well as genetic diversity/polymorphism in diverse species of organisms (McCormack et al., 2000; Kim et al., 2006; Yoon & Kim, 2004 ).
